ABSTRACT Enterobacter hormaechei and Klebsiella pneumoniae are pathogenic Enterobacteriaceae that have been associated with the spread of antibiotic resistance. Here, we report draft genome assemblies of an Enterobacter hormaechei clinical isolate and a multidrug-resistant clinical isolate of Klebsiella pneumoniae.
E. hormaechei and K. pneumoniae are organisms of concern for their ability to transmit antibiotic resistance genes. Here, we provide two draft genome sequences of E. hormaechei and K. pneumoniae clinical isolates. One, that of Entb306, contains only two antibiotic resistance genes, making it useful for reference assemblies. The other, V9011662, contains multiple plasmids, which results in a library of resistance genes. Understanding genomic mechanisms of antibiotic resistance is key to developing new strategies to combat this global threat, and the addition of clinical isolate draft genome sequences will further this aim.
Data availability. These whole-genome shotgun projects have been deposited at DDBJ/ENA/GenBank under the accession numbers RXFU00000000 and RXFV00000000 for E. hormaechei Entb306 and K. pneumoniae V9011662, respectively. The versions described in this paper are RXFU01000000 and RXFV01000000, respectively, with SRA accession number PRJNA508973.
